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Isolates from patients

| Foreign-born Japan-born o-value*
Lineage n % n %
East-Asian (Beijing) 43 47.3 139 82.7 5.80E-09
[ typica Beijing 29 67.4 52 37.2 1.01E-03]
atypical Beijing 14 32.6 87 62.8 1.01E-03
Euro-American 23 25.3 23 13.7  0.03089
Indo-Oceanic 19 20.9 4 24  1.87E-06
East African-Indian 6 6.6 2 1.2  0.04306

* Statistical andysis done using Fisher's exact test.
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